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We thank our colleagues for their interest in our
results and we appreciate their effort to validate
our study.1 After realising that there are obvious
inconsistencies in our results we have gone thor-
oughly through our notes once again.
Zorzetto et al.2 published in 2003 a promising
association among Italian patients suffering from
idiopathic pulmonary fibrosis in the Complement
Receptor 1 gene. According to their article this
associating single nucleotide polymorphism (SNP)
was located in the exon 33 of the CR1 gene and
caused an amino acid change at the position
Pro1827Arg (SNP:C5507G).2 This amino acid change
obviously could have a functional role and make a
finding of interest.
To study the polymorphism among the Finnish
patients we traced the genetic variant using CHIP
Bioinformatics Tools web site (www.snpper.chi-
p.org). The information displayed by the program
is hyperlinked to the leading public databases
(dbSNP, SNP Consortium, SwissProt, etc.). While
we conducted the study, C4G SNP named as
rs3811381 causing an amino acid change Proline
to Arginine in the exon 33 was identified (original
paper prints from the data base search are
available on request).
After the response from our colleagues, we
studied the genomic sequence AL137789.11 on
chromosome 1 containing the CR1 gene more
carefully. Our primer pairs 1 and 2 amplified the
sequence from 12,835 to 13,162 bp and from 12,956
to 13,030, respectively (sequence alignments are
available on request). The primer pair of Zorzetto
et al., however, amplified the same contig from
44,674 to 44,978 bp. When the amplified sequences
were compared with the exon–intron structure of
the CR1 gene, our primers amplified, as expected,
the exon 33, but the primer pair of Zorzetto et al.
the exon 41 of the gene.ee front matter & 2005 Elsevier Ltd. All rights reserv
med.2005.07.010As Zorzetto et al. describe, the CR1 is composed
of repeated motifs of approximately 60–70 amino
acids, and almost identical repeats of sequences
occur within the coding region of the CR1 gene. The
alignments of the exons 33 and 41 for example
showed 97% identity. However, the intron regions
are unique, which made it possible to design
private amplicons for different exons, which was
also taken into account in our primer design.
In conclusion, based on prior, unfortunately
misleading information of the location of the SNP
of interest, our study does not confirm or exclude
the results of Zorzetto et al.2 Both of these letters
enlighten well the enormous speed of the increas-
ing knowledge in the genetic field, as well as the
fact that even public databases may carry mis-
takes. After conducting our study, the information
in the public database has been updated and the
errors corrected and according to www.snpper.ch-
p.org the SNP rs3811381 is now located in the exon
41 and should be called C6830G (Pro2277Arg) rather
than C5507G (Pro1827Arg) to avoid further mis-
understandings.References
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